Results: Four already known intronic polymorphisms (IVS5+30C>T; IVS12+90 G>T; 9 IVS13+89G>A; IVS16-30A>G) and a novel one (IVS21-75G>A), have been identified. In addition, 10 one proband was found to carry the D658G mutation reported, as the more recurrent disease- 11 causing allele. 12 Conclusions: Our findings suggest that WDR36 sequence variance are only rare causes of 13 glaucoma in Italian families with glaucoma. Clearly, investigation of additional families with 14 extensive studies are request to clarify the role of WDR 36 in the pathophysiology of glaucoma. JOAG and POAG, we can supposed that glaucoma onset was different among the family members, They described a region of maximum lod score located telomerically with respect to WDR36, by 20 studying a family with 27 members, in which 9 were confirmed JOAG patients. Genes that contribute to POAG may not cause clinical evidence of the disease unless they are Tables   1   Table 1 . Oligonucleotides primers and PCR/DHPLC conditions for WDR36 analysis. 
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